Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.039; wR factor = 0.111; data-to-parameter ratio = 14.0.
Related literature
For the structure of 2-hydroxybenzaldehyde thiosemicarbazone, see: Chattopadhyay et al. (1988) .
Experimental
Crystal data 
Data collection
Bruker SMART APEX diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0. Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2008 (Chattopadhyay et al., 1988) . In the present compound, the electron-withdrawing nitro group that is para to the hydroxy group renders the hydroxy group much more acidic, so that the compound (Scheme) is able to use the hydroxy group to form a hydrogen bond to an adjacent molecule instead (Fig. 1 ).
Experimental
The Schiff base was prepared by refluxing thiosemicarbazide (0.30 g, 3.3 mmol) and 5-nitro-2-hydroxybenzaldehyde (0.55 g, 3.3 mmol) in ethanol for 2 h. The product was recrystallized from ethanol.
Refinement
Nitrogen-and oxygen-bound hydrogen atoms were refined with a distance restraint of N-H and O-H 0.85 (1) Å. Their temperature factors were freely refined. The carbon-bound ones were placed in geometric positions with C-H = 0.95 Å and U iso (H) = 1.2U eq (C).
Figures Fig. 1 . Molecular structure of title compound with the atom numbering scheme (Barbour, 2001) . Displacement ellipsoids are drawn at 50% probability level. H atoms are presented as a small spheres of arbitrary radius. 
2-Hydroxy-5-nitrobenzaldehyde thiosemicarbazone

Crystal data
Special details
Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes. Symmetry codes: (i) x+1/2, −y+5/2, z+1/2; (ii) −x+1, −y+3, −z+1; (iii) −x+3/2, y+3/2, −z+1/2; (iv) −x+3/2, y+1/2, −z+1/2.
Refinement. Refinement of
